: Module-signature correlation coefficients Table S2 : RFS of adjuvantly untreated pooled dataset Table S3 : pCR logistic regression univariate Table S4 : pCR logistic regression bivariate Table S5 : Site of metastasis analysis Figure S1 . Examples of the coordinate differential expression of module genes in different breast cancer datasets. Descriptions of these datasets can be found in the supplemental information file SI_datasets_genes. Clustering was performed with Euclidean distance and complete linkage. 
GSE21653 (n=266)

A) B)
METABRIC dataset (N=1992) Non-AFFY Figure S3: Module-signature correlation heatmap. This correlation heatmap shows the median Pearson correlation coefficient between each module and each published signature, using datasets GSE1456, GSE21653, and GSE2034 (see Table S1 for coefficients). Clustering of the correlation coefficients was performed using Euclidean distance and complete linkage. (A,C,E) These box plots show the distributions of Pearson correlation coefficients for all pairs of genes in each module, respectively, for the BCCL and tumor datasets. ***Modules 4-Immune, 5-Immune, and 9-ECM/Dev/Immune can be considered tumor-extrinsic, as their constituent genes are uncorrelated in BCCLs but highly correlated in patient tumor biopsies in all datasets tested (median r>0.35). Datasets tested: GSE21653 (Figure 4) , GSE1456, GSE2034, GSE3494. Table S2 : Recurrence free survival analysis of the pooled prognostic dataset of 683 node-negative adjuvant untreated cases (see Methods). We used Cox survival models, both with and without adjustment for ER and Her2 status and proliferation (11-Prolif expression), to assess associations between module expression and RFS in this population. Logistic model pCR~ moduleA + moduleB: GSE22093 Table S3 : Associations between module expression and pCR. We used a logistic regression modeling and ROC analysis to assess associations between module expression and chemotherapy response of patients from GSE22093 who received neoadjuvant chemotherapy. BH: Benjamini-Hochberb multiple testing correction applied. AUC: area under the curve, a measure of predictive accuracy. ANOVA: analysis of variance. Table S4 : Associations between module pairs and pCR. We used a multivariate logistic regression modeling and ROC analysis to assess associations between expression of pairs of modules and chemotherapy response of patients from GSE22093 who received neoadjuvant chemotherapy. BH: Benjamini-Hochberb multiple testing correction applied. AUC: area under the curve, a measure of predictive accuracy. lgr: logistic regression model.
